ABSTRACT
INTRODUCTION
Plant experiences with the biotic and abiotic stress conditions. Such biotic and abiotic stress conditions elicit ethylene synthesis in plants, albeit ethylene itself is important for normal plant growth and produced in very low level of concentration (<0.05 μl/l). During senescence and fruit ripening, ethylene production increases up to ~100 μl/l and therefore, ethylene is also important for plant physiological regulator (Bleecker and Kende, 2000; Glick, 2005) . Plant ethylene synthesis in the response of is oxidatively cleaved to give ethylene (Yao et al, 2000) . Therefore, reducing the ACC accumulation inhibits ethylene synthesis in higher plant. ACC deaminase is an enzyme that specifically breaks the cyclic ring of ACC to produce α-ketobutyrate and ammonium (Honma and Shimomura, 1978; Yao et al., 2000) .
Introducing of ACC deaminase encoding gene in higher plant reduce level of ethylene and delays the ripening progression of fruit (Klee et al., 1991) .
Endophytic bacteria has important role for plant growth promotion and usually they are harbored inside of healthy plant but do not lead pathogenic reaction (Ding and Melcher, 2016; Ryan et al., 2008 (Honma and Shimomura, 1978; Glick, 2005; Glick, 2014) . Successful stories on the field application of bacteria harboring ACC deaminase encoding gene to ameliorate the plant growth under stress conditions have also been reported previously (Belimov et al. 2001; Grichko and Glick, 2001; Mayak et al. 2004; Reed and Glick, 2005) . Therefore, it is important to discover more endophytic bacteria producing ACC deaminase. The objective of this work was to isolate and identify the ACC deaminase producing endophytic bacteria from the plants and crops of local agricultural plantation in Java area. were then added 3 mM of amino isobutyric acid (AIB) as nitrogen source (Penrose and Glick, 2003) . For the negative control, the sterilized DF salt medium without any nitrogen source was prepared. The grown colonies were selected and used for further analysis of ACC deaminase enzyme activity.
METHODS

Isolation of endophytic ACC deaminase producing bacteria
The cell free extract ACC deaminase activity assay
The cell free extract of ACC Phylogenetic tree was constructed by using MEGA 7 software (Kumar et al., 2016) . (Table 1 ) and molecular characterization. computed using the Kimura 2-parameter method and are in the units of the number of base substitutions per site. The rate variation among sites was modeled with a gamma distribution (shape parameter = 1). Evolutionary analyses were conducted in MEGA7.
RESULTS AND DISCUSSION
Isolation
Among the 12 bacterial strains proteobateria dominated the isolated bacterial strains. The dominance of proteobacteria was also found to be the common phenomenon in endophytic bacteria (Moore et al., 2006; Taghavi et al., 2009 Local Agricultural Plantation Based on 16s Ribosomal RNA Gene As Genetic Marker
